The fungus Amphirosellinia nigrospora strain JS-1675 has been reported to exert antimicrobial effects against various plant-pathogenic bacteria and fungi. Here, we report the draft genome sequence of A. nigrospora for the first time. The assembly comprises 48,177,783 bp with 18 scaffolds.
N 50 value of 11.78 Mb. The genome assembly was validated using BUSCO v. 3.0.2b, which showed an 80.3% hit against 290 fungal genes (8), and Core Eukaryotic Genes Mapping Approach (CEGMA) v.2.5, which showed a 93.95% hit against 248 core eukaryotic genes (9) . The GC content of the assembled genome was 43.85%.
A total of 10,232 protein-coding genes were identified after gene prediction and annotation based on AUGUSTUS v.3.2.1 (10) . After combining BLAST search results against UniProt or NCBI nonredundant (nr) and InterPro scan data, 9,745 genes were functionally annotated. Among these, 22 PKS and 10 NRPS biosynthetic gene clusters (BGCs) were identified through antiSMASH v4.0 (11, 12) . Moreover, we found 307 transcription factor genes by the Fungal Transcription Factor Database (FTFD) v1.0 (13), 147 cytochrome P450 genes by the Fungal Cytochrome P450 Database v1.0 (14), 53 genes encoding plant cell wall-degrading enzymes by the Fungal Plant Cell WallDegrading Enzyme Database v1.0 (15), and 10 genes encoding laccases and 29 genes encoding peroxidases using the Fungal Peroxide Database (fPoxDB) v1.0 (16) . This is the first genome sequenced in the genus Amphirosellinia. This draft genome sequence will provide valuable information to identify genes for biosynthesis of antimicrobial compounds and will also facilitate comparative genomics with other publicly available fungal species, especially those of the family Xylariaceae, for evolutionary studies.
Data availability. The whole-genome sequence of Amphirosellinia nigrospora JS-1675 obtained in this study has been deposited at GenBank under the accession no. SCHM00000000. The version described in this article is the first version, SCHM01000000. SRA data of PacBio sequences and Illumina sequences were also deposited at GenBank under accession no. SRR8463317, SRR8463318, and SRR8463316.
